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1 



Met Arg Val Arg lie Gly Leu Thr Leu Leu Leu Cys Ala Val Leu Leu 
1 5 10 .15 



Ser Leu Ala Ser Ala Ser Ser Asp Glu Glu Gly Ser Gin Asp Glu Ser 
20 25 30 



Leu Asp Ser Lys Thr Thr Leu Thr Ser Asp Glu Ser Val Lys Asp His 
35 40 45 



Thr Thr Ala Gly Arg Val Val Ala Gly Gin lie Phe Leu Asp Ser Glu 
50 55 60 



Glu Ser Glu Leu Glu Ser Ser lie Gin Glu Glu Glu Asp Ser Leu Lys 
65 70 75 80 



Ser Gin Glu Gly Glu Ser Val Thr Glu Asp lie Ser Phe Leu Glu Ser 
85 90 95 



Pro Asn Pro Glu Asn Lys Asp Tyr Glu Glu Pro Lys Lys Val Arg Lys 
100 105 110 
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Pro Ala Leu Thr Ala lie Glu Gly Thr Ala His Gly Glu Pro Cys His 
115 120 125 



Phe Pro Phe Leu Phe Leu Asp Lys Glu Tyr Asp Glu Cys Thr Ser Asp 
130 135 140 



Gly Arg Glu Asp Gly Arg Leu Trp Cys Ala Thr Thr Tyr Asp Tyr Lys 
145 150 155 160 



Ala Asp Glu Lys Trp Gly Phe Cys Glu Thr Glu Glu Glu Ala Ala Lys 
165 170 175 



Arg Arg Gin Met Gin Glu Ala Glu Met Met Tyr Gin Thr Gly Met Lys 
180 185 190 



lie Leu Asn Gly Ser Asn Lys Lys Ser Gin Lys Arg Glu Ala Tyr Arg 
195 200 205 



Tyr Leu Gin Lys Ala Ala Ser Met Asn His Thr Lys Ala Leu Glu Arg 
210 215 220 



Val Ser Tyr Ala Leu Leu Phe Gly Asp Tyr Leu Pro Gin Asn lie Gin 
225 230 235 240 



Ala Ala Arg Glu Met Phe Glu Lys Leu Thr Glu Glu Gly Ser Pro Lys 
245 250 255 



Gly Gin Thr Ala Leu Gly Phe Leu Tyr Ala Ser Gly Leu Gly Val Asn 
260 265 270 



Ser Ser Gin Ala Lys Ala Leu Val Tyr Tyr Thr Phe Gly Ala Leu Gly 
275 280 285 



Gly Asn Leu lie Ala His Met Val Leu Gly Tyr Arg Tyr Trp Ala Gly 
290 295 300 



lie Gly Val Leu Gin Ser Cys Glu Ser Ala Leu Thr His Tyr Arg Leu 
305 310 315 320 



Val Ala Asn His Val Ala Ser Asp lie Ser Leu Thr Gly Gly Ser Val 
325 330 335 



Val Gin Arg lie Arg Leu Pro Asp Glu Val Glu Asn Pro Gly Met Asn 
340 345 350 
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Ser Gly Met Leu Glu Glu Asp Leu lie Gin Tyr Tyr Gin Phe Leu Ala 
355 360 " 365 



Glu Lys Gly Asp Val Gin Ala Gin Val Gly Leu Gly Gin Leu His Leu 
370 375 380 



His Gly Gly Arg Gly Val Glu Gin Asn His Gin Arg Ala Phe Asp Tyr 
385 390 395 400 



Phe Asn Leu Ala Ala Asn Ala Gly Asn Ser His Ala Met Ala Phe Leu 
405 410 415 



Gly Lys Met Tyr Ser Glu Gly Ser Asp lie Val Pro Gin Ser Asn Glu 
420 425 430 



Thr'Ala Leu His Tyr Phe Lys Lys Ala Ala Asp Met Gly Asn Pro Val 
435 440 445 



Gly Gin Ser Gly Leu Gly Met Ala Tyr Leu Tyr Gly Arg Gly Val Gin 
450 455 460 



Val Asn Tyr Asp Leu Ala Leu Lys Tyr Phe Gin Lys Ala Ala Glu Gin 
465 470 475 480 



Gly Trp Val Asp Gly Gin Leu Gin Leu Gly Ser Met Tyr Tyr Asn Gly 
485 490 495 



He Gly Val Lys Arg Asp Tyr Lys Gin Ala Leu Lys Tyr Phe Asn Leu 
500 505 510 



Ala Ser Gin Gly Gly His He Leu Ala Phe Tyr Asn Leu Ala Gin Met 
515 520 525 



His Ala Ser Gly Thr Gly Val Met Arg Ser Cys His Thr Ala Val Glu 
530 535 540 



Leu Phe Lys Asn Val Cys Glu Arg Gly Arg Trp Ser Glu Arg Leu Met 
545 550 555 ~ 560 

Thr Ala Tyr Asn Ser Tyr Lys Asp Gly Asp Tyr Asn Ala Ala Val He 
565 570 575 



Gin Tyr Leu Leu Leu Ala Glu Gin Gly Tyr Glu Val Ala Gin Ser Asn 
580 585 590 
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Ala Ala Phe lie Leu Asp Gin Arg Glu Ala Ser lie Val Gly Glu Asn 
595 600 605 



Glu Thr Tyr Pro Arg Ala Leu Leu His Trp Asn Arg Ala Ala Ser Gin 
610 615 620 



Gly Tyr Thr Val Ala Arg lie Lys Leu Gly Asp Tyr His Phe Tyr Gly 
625 630 635 640 



Phe Gly Thr Asp Val Asp Tyr Glu Thr Ala Phe lie His Tyr Arg Leu 
645 650 655 



Ala Ser Glu Gin Gin His Ser Ala Gin Ala Met Phe Asn Leu Gly Tyr 
660 665 670 



Met His Glu Lys Gly Leu Gly lie Lys Gin Asp lie His Leu Ala Lys 
675 680 685 



Arg Phe Tyr Asp Met Ala Ala Glu Ala Ser Pro Asp Ala Gin Val Pro 
690 695 700 



Val Phe Leu Ala Leu Cys Lys Leu Gly Val Val Tyr Phe Leu Gin Tyr 
705 710 715 720 



lie Arg Glu Thr Asn lie Arg Asp Met Phe Thr Gin Leu Asp Met Asp 
725 730 735 



Gin Leu Leu Gly Pro Glu Trp Asp Leu Tyr Leu Met Thr lie lie Ala 
740 745 750 



Leu Leu Leu Gly Thr Val lie Ala Tyr Arg Gin Arg Gin His Gin Asp 
755 760 765 



Met Pro Ala Pro Arg Pro Pro Gly Pro Arg Pro Ala Pro Pro Gin Gin 
770 775 780 



Glu Gly Pro Pro Glu Gin Gin Pro Pro Gin 

790 



785 
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<400> 2 
atgcgggtcc 


ggatagggct 


gacgctgctg 


ctgtgtgcgg 


tgctgctgag cttggcctcg 


60 


gcgtcctcgg 


atgaagaagg 


cagccaggat 


gaatccttag 


at tccaagac 


tactttgaca 


120 


tcagatgagt 


cagtaaagga 


ccatactact 


gcaggcagag 


tagt tgctgg 


tcaaatattt 


180 


cttgattcag 


aagaatctga 


attagaatcc 


tctattcaag 


aagaggaaga 


cagcctcaag 


240 


agccaagagg 


gggaaagtgt 


cacagaagat 


atcagctttc 


tagagt c t cc 


aaatccagaa 


300 


aacaaggact 


atgaagagcc 


aaagaaagta 


cggaaaccag 


ctttgaccgc 


cattgaaggc 


360 


acagcacatg 


gggagccctg 


ccacttccct 


tttcttttcc 


tagataagga 


gtatgatgaa 


420 


tgtacatcag 


atgggaggga 


agatggcaga 


ctgtggtgtg 


ctacaaccta 


tgactacaaa 


480 


gcagatgaaa 


agtggggctt 


ttgtgaaact 


gaagaagagg 


c tgctaagag 


acggcagatg 


540 


caggaagcag 


aaatgatgta 


tcaaactgga 


atgaaaatcc 


t taafcggaag 


caataagaaa 


600 


agccaaaaaa 


gagaagcata 


tcggtatctc 


caaaaggcag 


caagcatgaa 


ccataccaaa 


660 


gccctggaga 


gagtgtcata 


tgctctttta 


tttggtgatt 


acttgccaca 


gaatatccag 


720 


gcagcgagag 


agatgtttga 


gaagctgact 


gaggaaggct 


ctcccaaggg 


acagactgct 


780 


cttggctttc 


tgtatgcctc 


tggacttggt 


gttaattcaa 


gtcaggcaaa 


ggctcttgta 


840 


tattatacat 


ttggagctct 


tgggggcaat 


ctaatagccc 


— ——A- ~ ry ~ 4-4—4-4- 

acatggttct 


gggttacaga 


900 


tactgggctg 


gcatcggcgt 


cctccagagt 


tgtgaatctg 


ccctgactca 


ctatcgtctt 


960 


gttgccaatc 


atgttgctag 


tgatatctcg 


ctaacaggag 


gctcagtagt 


acagagaata 


1020 


cggctgcctg 


atgaagtgga 


aaatccagga 


atgaacagtg 


gaatgctaga 


agaagatttg 


1080 


attcaatatt 


accagttcct 


agctgaaaaa 


ggtgatgtac 


aagcacaggt 


tggtcttgga 


1140 


caactgcacc 


tgcacggagg 


gcgtggagta 


gaacagaatc 


atcagagagc 


acttgactac 


1200 


ttcaatttag 


cagcaaatgc 


tggcaattca 


catgccatgg 


cctxtctggg 


aaagatgtat 


1260 


tcggaaggaa 


gtgacattgt 


acctcagagt 


aatgagacag 


ctctccacta 


ctttaagaaa 


1320 


gctgctgaca 


tgggcaaccc 


agttggacag 


agtgggcttg 


gaatggccta 


cctctatggg 


1380 


agaggagttc 


aagttaatta 


tgatctagcc 


cttaagtatt 


tccagaaagc 


tgctgaacaa 


1440 


ggctgggtgg 


atgggcagct 


acagcttggt 


tccatgtact 


ataatggcat 


tggagtcaag 


1500 


agagattata 


aacaggcctt 


gaagtatttt 


aatttagctt 


ctcagggagg 


ccatatcttg 


1560 




o /"^ a ♦* a 
aCCtayCLCd 


gacgcaugcc 


sg^ggcaccg 


gcgtgatgcg 


atcatgtcac 




actgcagtgg 


agttgtttaa 


gaatgtatgt 


gaacgaggcc 


gttggtctga 


aaggcttatg 


1680 


actgcctata 


acagctataa 


agatggcgat 


tacaatgctg 


cagtgatcca 


gtacctcctc 


1740 


ctggctgaac 


agggctatga 


agtggcacaa 


agcaatgcag 


cctttattct 


tgatcagaga 


1800 
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gaagcaagca 


ttgtaggtga 


gaatgaaact 


tatcccagag 


ctttgctaca 


ttggaacagg 


1860 


gccgcctctc 


aaggctatac 


tgtggctaga 


attaagctcg 


gagactacca 


tttctatggg 


1920 


tttggcaccg 


atgtagatta 


tgaaactgca 


tttattcatt 


accgtctggc 


ttctgagcag 


1980 


caacacagtg 


cacaagctat 


gtttaatctg 


ggatatatgc 


atgagaaagg 


actgggcatt 


2040 


aaacaggata 


ttcaccttgc 


gaaacgtttt 


tatgacatgg 


cagctgaagc 


cagcccagat 


2100 


gcacaagttc 


cagtcttcct 


agccctctgc 


aaattgggcg 


tcgtctattt 


cttgcagtac 


2160 


atacgggaaa 


caaacattcg 


agatatgttc 


acccaacttg 


atatggacca 


gcttttggga 


2220 


cctgagtggg 


acctttacct 


catgaccatc 


attgcgctgc 


tgttgggaac 


agtcatagct 


2280 


tacaggcaaa 


ggcagcacca 


agacatgcct 


gcacccaggc 


ctccagggcc 


acggccagct 


2340 


ccaccccagc 


aggaggggcc 


accagagcag 


cagccaccac 


ag 
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3 





gcgaaggcga cagctctagg ggttggcacc ggccccgaga ggagg atg egg gtc egg 57 

Met Arg Val Arg 
1 

ata ggg ctg acg ctg ctg ctg tgt gcg gtg ctg ctg age ttg gee teg 105 
lie Gly Leu Thr Leu Leu Leu Cys Ala Val Leu Leu Ser Leu Ala Ser 
5 10 15 20 

gcg tec teg gat gaa gaa ggc age cag gat gaa tec tta gat tec aag 153 
Ala Ser Ser Asp Glu Glu Gly Ser Gin Asp Glu Ser Leu Asp Ser Lys 
25 30 35 

act act ttg aca tea gat gag tea gta aag gac cat act act gca ggc 201 
Thr Thr Leu Thr Ser Asp Glu Ser Val Lys Asp His Thr Thr Ala Gly 
40 45 50 

aga gta gtt get ggt caa ata ttt ctt gat tea gaa gaa tct gaa tta 24 9 

Arg Val Val Ala Gly Gin lie Phe Leu Asp Ser Glu Glu Ser Glu Leu 
55 60 65 

gaa tec tct att caa gaa gag gaa gac age etc aag age caa gag ggg 297 
Glu Ser Ser lie Gin Glu Glu Glu Asp Ser Leu Lys Ser Gin Glu Gly 
70 75 80 



6/13 



gaa agt gtc aca gaa gat ate age ttt eta gag tct cca aat cca gaa 345 
Glu Ser Val Thr Glu Asp lie Ser Phe Leu Glu Ser Pro Asn Pro Glu 
85 90 95 100 

aac aag gac tat gaa gag cca aag aaa gta egg aaa cca get ttg acc 
Asn Lys Asp Tyr Glu Glu Pro Lys Lys Val Arg Lys Pro Ala Leu Thr 
105 110 115 

gec att gaa ggc aca gca cat ggg gag ccc tgc cac ttc cct ttt ctt 
Ala lie Glu Gly Thr Ala His Gly Glu Pro Cys His Phe Pro Phe Leu 
120 125 130 

ttc eta gat aag gag tat gat gaa tgt aca tea gat ggg agg gaa gat 
Phe Leu Asp Lys Glu Tyr Asp Glu Cys Thr Ser Asp Gly Arg Glu Asp 
135 " 140 145 

ggc aga ctg tgg tgt get aca acc tat gac tac aaa gca gat gaa aag 537 
Gly Arg Leu Trp Cys Ala Thr Thr Tyr Asp Tyr Lys Ala Asp Glu Lys 
150 155 160 

tgg ggc ttt tgt gaa act gaa gaa gag get get aag aga egg cag atg 585 
Trp Gly Phe Cys Glu Thr Glu Glu Glu Ala Ala Lys Arg Arg Gin Met 
165 1 170 175 180 



cag gaa gca gaa atg atg tat caa act gga atg aaa ate ctt aat gga 
Gin Glu Ala Glu Met Met Tyr Gin Thr Gly Met Lys lie Leu Asn Gly 
185 190 195 

age aat aag aaa age caa aaa aga gaa gca tat egg tat etc caa aag 
Ser Asn Lys Lys Ser Gin Lys Arg Glu Ala Tyr Arg Tyr Leu Gin Lys 
200 205 210 

gca gca age atg aac cat acc aaa gee ctg gag aga gtg tea tat get 
Ala Ala Ser Met Asn His Thr Lys Ala Leu Glu Arg Val Ser Tyr Ala 
215 220 225 

ctt tta ttt ggt gat tac ttg cca cag aat ate cag gca gcg aga gag 
Leu Leu Phe Gly Asp Tyr Leu Pro Gin Asn lie Gin Ala Ala Arg Glu 
230 235 240 

atg ttt gag aag ctg act gag gaa ggc tct ccc aag gga cag act get 
Met Phe Glu Lys Leu Thr Glu Glu Gly Ser Pro Lys Gly Gin Thr Ala 
245 " 250 255 260 



aag get ctt gta tat tat aca ttt gga get ctt ggg ggc aat eta ata 
Lys Ala Leu Val Tyr Tyr Thr Phe Gly Ala .Leu Gly Gly Asn Leu He 
280 285 290 

gec cac atg gtt ttg ggt tac aga tac tgg get ggc ate ggc gtc etc 
Ala His Met Val Leu Gly Tyr Arg Tyr Trp Ala Gly He Gly Val Leu 
295 300 305 

cag agt tgt gaa tct gec ctg act cac tat cgt ctt gtt gee aat cat 
Gin Ser Cys Glu Ser Ala Leu Thr His Tyr Arg Leu Val Ala Asn His 
310 315 320 



393 



441 



489 



633 



681 



729 



777 



825 



ctt ggc ttt ctg tat gee tct gga ctt ggt gtt aat tea agt cag gca 873 
Leu Gly Phe Leu Tyr Ala Ser Gly Leu Gly Val Asn Ser Ser Gin Ala 
265 270 275 



921 



969 



1017 
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gtt get agt gat ate teg eta aca gga ggc tea gta gta cag aga ata 
Val Ala Ser Asp lie Ser Leu Thr Gly Gly Ser Val Val Gin Arg lie 
325 ~ 330 335 340 

egg ctg cct gat gaa gtg gaa aat cca gga atg aac agt gga atg eta 
Arg Leu Pro Asp Glu Val Glu Asn Pro Gly Met Asn Ser Gly Met Leu 
345 350 355 

gaa gaa gat ttg att caa tat tac cag ttc eta get gaa aaa ggt gat 
Glu Glu Asp Leu He Gin Tyr Tyr Gin Phe Leu Ala Glu Lys Gly Asp 
360 365 370 

gta caa gca cag gtt ggt ctt gga caa ctg cac ctg cac gga ggg cgt 
Val Gin Ala Gin Val Gly Leu Gly Gin Leu His Leu His Gly Gly Arg 
375 380 385 

gga gta gaa cag aat cat cag aga gca ttt gac tac ttc aat tta gca 
Gly Val Glu Gin Asn His Gin Arg Ala Phe Asp Tyr Phe Asn Leu Ala 
390 395 400 

gca aat get ggc aat tea cat gee atg gee ttt ttg gga aag atg tat 
Ala Asn Ala Gly Asn Ser His Ala Met Ala Phe Leu Gly Lys Met Tyr 
405 410 415 420 

teg gaa gga agt gac att gta cct cag agt aat gag aca get etc cac 
Ser Glu Gly Ser Asp He Val Pro Gin Ser Asn Glu Thr Ala Leu His 
425 430 435 

tac ttt aag aaa get get gac atg ggc aac cca gtt gga cag agt ggg 
Tyr Phe Lys Lys Ala Ala Asp Met Gly Asn Pro Val Gly Gin Ser Gly 
440 445 450 

ctt gga atg gee tac etc tat ggg aga gga gtt caa gtt aat tat gat 
Leu Gly Met Ala Tyr Leu Tyr Gly Arg Gly Val Gin Val Asn Tyr Asp 
455 460 465 

eta gee ctt aag tat ttc cag aaa get get gaa caa ggc tgg gtg gat 
Leu Ala Leu Lys Tyr Phe Gin Lys Ala Ala Glu Gin Gly Trp Val Asp 
470 475 480 

ggg cag eta cag ctt ggt tec atg tac tat aat ggc att gga gtc aag 
Gly Gin Leu Gin Leu Gly Ser Met Tyr Tyr Asn Gly He Gly Val Lys 
485 490 495 500 

aga gat tat aaa cag gee ttg aag tat ttt aat tta get tct cag gga 
Arg Asp Tyr Lys Gin Ala Leu Lys Tyr Phe Asn Leu Ala Ser Gin Gly 
505 510 515 

ggc cat ate ttg get ttc tat aac eta get cag atg cat gee agt ggc 
Glv His He Leu Ala Phe Tyr Asn Leu Ala Gin Met His Ala Ser Gly 
520 525 530 

ace ggc gtg atg cga tea tgt cac act gca gtg gag ttg ttt aag aat 
Thr Gly val Met Arg Ser Cys His Thr Ala Val Glu Leu Phe Lys Asn 
535 540 545 

gta tgt gaa cga ggc cgt tgg tct gaa agg ctt atg act gec tat aac 
Val Cys Glu Arg Gly Arg Trp Ser Glu Arg Leu Met Thr Ala Tyr Asn 
550 555 560 
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age tat aaa gat ggc gat tac aat get gca gtg ate cag tac etc etc 17 85 

Ser Tyr Lys Asp Gly Asp Tyr Asn Ala Ala Val lie Gin Tyr Leu Leu 
565 570 575 580 

ctg get gaa cag ggc tat gaa gtg gca caa age aat gca gec ttt att 18 3 3 

Leu Ala Glu Gin Gly Tyr Glu Val Ala Gin Ser Asn Ala Ala Phe lie 
585 590 595 

ctt gat cag aga gaa gca age att gta ggt gag aat gaa act tat ccc 1881 
Leu Asp Gin Arg Glu Ala Ser lie Val Gly Glu Asn Glu Thr Tyr Pro 
600 605 610 

aga get ttg eta cat tgg aac agg gee gee tct caa ggc tat act gtg 1929 
Arg Ala Leu Leu His Trp Asn Arg Ala Ala Ser Gin Gly Tyr Thr Val 
615 620 625 

get aga att aag etc gga gac tac cat ttc tat ggg ttt ggc ace gat 1977 
Ala Arg lie Lys Leu Gly Asp Tyr His Phe Tyr Gly Phe Gly Thr Asp 
630 635 640 

gta gat tat gaa act gca ttt att cat tac cgt ctg get tct gag cag 2025 
Val Asp Tyr Glu Thr Ala Phe lie His Tyr Arg Leu Ala Ser Glu Gin 
645 650 655 660 

caa cac agt gca caa get atg ttt aat ctg gga tat atg cat gag aaa 2073 
Gin His Ser Ala Gin Ala Met Phe Asn Leu Gly Tyr Met His Glu Lys 
665 670 675 

gga ctg ggc att aaa cag gat att cac ctt gcg aaa cgt ttt tat gac 2121 
Gly Leu Gly lie Lys Gin Asp lie His Leu Ala Lys Arg Phe Tyr Asp 
680 685 690 

atg gca get gaa gee age cca gat gca caa gtc cca gtc ttc tta gee 2169 
Met Ala Ala Glu Ala Ser Pro Asp Ala Gin Val Pro Val Phe Leu Ala 
695 700 705 

etc tgc aaa ttg ggc gtc gtc tat ttc ttg cag tac ata egg gaa aca 2217 
Leu Cys Lys Leu Gly Val Val Tyr Phe Leu Gin Tyr lie Arg Glu Thr 
710 715 720 

aac att cga gat atg ttc ace caa ctt gat atg gac cag ctt ttg gga 2265 
Asn lie Arg Asp Met Phe Thr Gin Leu Asp Met Asp Gin Leu Leu Gly 
725 730 735 740 

cct gag tgg gac ctt tac etc atg ace ate att gcg ctg ctg ttg gga 2 313 

Pro Glu Trp Asp Leu Tyr Leu Met Thr lie lie Ala Leu Leu Leu Gly 
745 • 750 755 

aca gtc ata get tac agg caa agg cag cac caa gac atg cct gca ccc 2361 
Thr Val lie Ala Tyr Arg Gin Arg Gin His Gin Asp Met Pro Ala Pro 
760 765 770 

agg cct cca ggg cca egg cca get cca ccc cag cag gag ggg cca cca 2409 
Arg Pro Pro Gly Pro Arg Pro Ala Pro Pro Gin Gin Glu Gly Pro Pro 
775 780 785 

gag cag cag cca cca cag taataggcac tgggtccagc cttgatcagt 2457 
Glu Gin Gin Pro Pro Gin 
790 
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gacagcgaag gaagttatct gctgggaaca cttgcatttg atttaggacc ttggatcagt 2517 

ggtcacctcc cagaagaggc acggcacaag gaagcattga attcctaaag ctgcttagaa 2577 

tctgatgcct ttattttcag ggataagtaa ctcttaccta aactgagctg aatgtttgtt 2637 

tcagtgccat atggagtaac aactttcagt ggcttttttt tttcttttct ggaaacatat 2697 

gtgagacact cagagtaatg tctactgtat ccagctatct ttctttggat ccttttggtc 2757 

attatttcag tgtgcataag ttcttaatgt caaccatctt taaggtattg tgcatcgaca , 2817 

ctaaaaactg atcagtgtta aaaaggaaaa cccagttgca agtttaaacg tgttcgaaag 2877 

tctgaaaata gaacttgcct tttaagttaa aaaaaaaaaa aaagctatct tgaaaatgtt 2937 

ttggaactgc gataactgag aaacttctta ccagtccaca tgcaattaaa catattcagc 2 997 

atatttgtta ttttaaaagg gagggttggg aggtttctta ttggtgattg tcacacggta 3 057 

taccatactc ctctccttca aagaatgaaa ggccttgtta aggagttttt tgtgagcttt 3117 

acttctttgg aatggaatat acttatgcaa aaccttgtga actgactcct tgcactaacg 3177 

cgagtttgcc ccacctactc tgtaatttgc ttgtttgttt tgaatataac agagccttga 3237 

tccagaagcc agaggatgga ctaagtggga gaaattagaa aacaaaacga actctggttg 32 97 

gggtactacg atcacagaca cagacatact tttcctaaag ttgaagcatt tgttcccagg 3357 

atttatttta ctttgcattt ctttttgcac aaagaacaca tcaccttcct gaattcttta 3417 

aatatgaaat atcattgcca gggtatggct tacagtgact actattatca atactaaaac 3477 

tcagagaatc aaagatggat taaactcagt ggttgatgaa agccaaaacc tgtttgtact 3 537 

gttctatact attcaggtat ctttttattt ctgatagttt tatattataa tagaaagcca 3597 

gccactgctt agctatcata gtcaccattt tctcactgtt aacattagga aaatcaaggc 3 657 

tactatgctt caggattgtc tggttaaata gtatgggaaa aaaactgaag agtttcaaca 3717 

taattacaca cgtgaaataa ttacagctta aactgaattt gtatttcatt ttattgtcag 3777 

atggtggtgt tcaccagcct gtatcttgtc tgagactgca ttcgtatctg agcaggtttt 3 837 

ctatgcctac tgatgtcagt atgtttatac taaccttcat gcttttttcc cagaatccct 3897 

catctgccag aaaacttgaa aagtttattg cttgtagagt tgtactgctt tgatttttga 3 957 

agttggggta gtagttagaa ctagatttaa ctagtctata atgaacatga aggcttttat 4 017 

atatgaagtt gtataccttt ttgtgtttag agaattatgg gaaacctggt aagcaaaact 4077 

ttcctcccag ataattgctt ccaaattcga agagttagtc accaagagag ccatatgtat 4137 

gaaagcgtat ctgtgaaagg taggaaactt acccccccta agtgtaatgt tgctttaggc 4197 

aactcttgta aatagtgaga cttgtttggt ctcttacatg tagagatttg agtgcagttg 4 257 
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gtacagtact ttggtgtctc caccactgtc ccttctcccc gcttcaaaat aagtgtaatc 4317 

cacggtagca gccacacttc cttcagaagg aactgttata atttatttaa aagttgaaaa 4377 

accacccaag atgactacca actttcactt tttttcttct gccatccacc ctcattttcc 4437 

ctttagcaag atttttatat ctaactttcc ttccctccat tgagtacgtg ctttgagaaa 4497 

acatttctta aaacagtgtg tgccacctaa ggctggatgg gaaagtgcag tcttgttgtt 4557 
catataaaaa acacacttct tattagttta cccacttgcc tttttctatt gttaatgttc . 4617 

tgaatttcct tttcttggct tgtttctact tcattttaac cctgggtcac ttgctgccag 4677 

cagtttgtga atggtgtctt tcaaataact tagttcttat ggcttcactt aaagactgtc 4737 

tcaaaaatac tttgctctct tcttcttttt tgttcatggg acatggtacc taagcaaata 4797 

ggagttgggt ttggtttttc tcctaaaata atgctcaata cttacctaat caaatggcat 4857 

ccatttgaat aaaatgacaa taactaaagc tagttaatgt cagtgacatt aaactaactc 4 917 

caggattcag gagttttaat gttagaattt agatttaaca gatagagtgt ggcttcattt 4 977 

gtccatggta gcccatctct cctaagacct tttctagtct gtcttcctgc cttcgaactt 5037 

gatgacagta aaaccctgtt tagtattctc ttgtgcattt ggtttgttgg ttagccgact 5097 

gtcttgaaac tattcatttt gcttctagtt ttattttaca gaggtagcat tggtgggttt 5157 

tttttttttt ttctgtctct gtgtttgaag tttcagtttc tgttttctag gtaaggctta 5217 

tttttgatta gcagtcaatg gcaaagaaaa agtaaatcaa agatgacttc ttttcaaaat 5277 

gtatggccct tttattgcac ttttaactca gatgaattta taaattatta atcttgatac 5337 

taaggatttg ttactttttt gcatattagg ttaattttta ccttacatgt gagagtctta 53 97 

ccactaagcc attctgtctc tgtactgttg ggaagttttg gaaacccctg ccagtgatct 54 57 

ggtgatgatc tgatgattta tttaaagagc cgttgatgcc tccaggaaac ttaagtattt 5 517 

tattaatata tatataggaa ttttttttta ttttgctttg tctttctctc ccttctttta 5577 

tcctcatgtt cattcttcaa accagtgttt tggaagtatg catgcaggcc tataaatgaa 5637 

aaacacaatt ctttatgtgt atagcatgtg tattaatgtc taactacata cgcaaaaact 56 97 

tcctttacag aggttcggac taacatttca catgcacatt tcaaaacaag atgtgtcatg 5757 

aaaacagccc ctttacctgc caagacaagc agggctatat ttcagtgaca gctggatatt 5817 

ttgtttctga aagtgaatct cataatatat atatgtatta cacattatta tgactagaag 5877 

tatgtaagaa atgatcagaa caaaagaaaa tttctatttt catgcaaata tttttcatca 5937 

gtcatcactc tcaaatataa attaaaatat aacactcctg aatgcctgag gcacgatctg 5997 

gattttaaat gtgtggtatt cattgaaaag aagctctcca cccacttggt atttcaagaa 6057 
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aatttaaaac 


gatcccaagg 


aaagatgatt 


tgtatgttaa 


agtgactgca 


caagtaaaag 


6117 


tccaatgttg 


tgtgcatgaa 


aaggattcct 
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tctcacatgc 
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aatagacctt 


aagctggcat 
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taatagaaga 
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ccaagcaccc 


tttccagaca 


gacttttttt 


aagctgaatg 
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tttggaaatt 
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tgaaaacatt 
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aatttgaatt 
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atttttacaa 


gtccaatatt 
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ttgctaagaa 


atgttatctt 


ttaaatctct 
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tcttgaagca 
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6837 
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ggtaaaatgt 
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tcttggataa 
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tgtggcaact 


gagatgtcag 


atctcaagat 
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gcacagtcag 


tgaccccaga 


tgaccttgac 


tgacctaaaa 


gttgtggggg 


7197 


aagtcggatg 


tcagagcctt 


aacaccagca 


ggtgaccatc 


caacctgggg 


caatgcctgc 


7257 


ctgttcacca 


cttagcctct 


ttctggcaag 


tcattagaat 


gtcctccatc 


ttcattggct 


7317 


gcaacttgat 


gagctacagc 


ctctttccta 


acttccttta 
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tataccagct 
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